Source and Description. Sequence was obtained by conventional dideoxy methods using T7 DNA polymerase. The template was isolated from a library of sizeselected (150 to 400 bp) Sau3AI restriction fragments from the RTG-2 cell line (Wolf and Quimby, 1962) by screening with an end-labeled (CA) 10 oligonucleotide probe. Primers were designed to amplify a region containing the imperfect repeat 5'-(CA)l&A(CA)12-
3'.
Method of Detection. Polymerase chain reaction was performed using primers FGT2F: 5'-GTGTGGAACCCAACAGGC-3' (CA strand) and FGTBR: 5'-GAAACACGTCTGGGGTCAGT-3'. Each reaction (25 pL final volume) contained .2 pg of genomic DNA, 20 pmol of each primer, .2 units of Tuq polymerase, 400 kmol of each dNTP, and buffer as mM MgC12, and .l% Triton X-100. The primer of FGT2R was 5' end-labeled with 32P. The PCR conditions included initial denaturation at 95°C for 3 min, followed by 35 cycles of 50°C for 1 min, 72°C for 1 min, 95°C for 30 s, and final extension of 3 min a t 72°C. Products were analyzed by electrophoresis in thin 6% denaturing polyacrylamide gels followed by autoradiography.
Description of Polymorphism. Four alleles were detected in nine unrelated rainbow trout, including three pigmented mutants (Albino; Kato, 19791, three non-spotted mutants (Hourai; Ishii et al., 19801 , and the RTG-2 cell line. Results from 10 samples are shown in Figure 1 . Heterozygosity was 60%, with observed allele sizes and frequencies as follows: 227 bp, .15; 237 bp, .30; 241 bp, .15; 259 bp, .40. Inheritance Pattern. 
